Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.045; wR factor = 0.140; data-to-parameter ratio = 15.6.
Related literature
For the synthesis of similar compounds, see: Turner & Wood (1965) ; Bai et al. (2008) .
Experimental
Crystal data C 10 H 13 ClN 2 O M r = 212.67 Monoclinic, P2 1 =n a = 9.2483 (18) Å b = 6.6630 (13) Å c = 17.622 (3) Å = 94.377 (2) V = 1082.8 (4) Å 3 Z = 4 Mo K radiation = 0.32 mm À1 T = 296 K 0.50 Â 0.35 Â 0.21 mm
Data collection
Bruker APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.855, T max = 0.935 7714 measured reflections 2011 independent reflections 1487 reflections with I > 2(I) R int = 0.023 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.140 S = 1.01 2011 reflections 129 parameters H-atom parameters constrained Á max = 0.29 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 2; Ày þ 1; Àz.
Data collection: APEX2 (Bruker, 2004) ; cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. supplementary materials Acta Cryst. (2013) . E69, o229 [doi:10.1107/S1600536813000494]
2-Chloro-N-methyl-N-[2-(methylamino)phenyl]acetamide
Yu-Bin Bai, Xia-Hui Chen, Ya-Tuan Ma, An-Ling Zhang and Jin-Ming Gao Experimental 2-chloromethyl-1H-benzimidazole (1.01 g, 6.07 mmol), toluene (10 ml),dimethyl sulfate (0.63 ml, 6.67 mmol) were refluxed for 3 h and the reaction was followed by TLC monitoring). After cooling 10 mL of water and an excess of ammonia were added. After filtration, the solution was extracted with chloroform (3 x 20 ml). The organic layer was dried over anhydrous sodium sulfate, concentrated and purified by columnchromatography on silica gel eluting with 4:1-3:1 petroleum ether-acetone. Crystals of the title compound were grown by slow evaporation of the solvent.
Refinement
All H atoms were positioned with idealized geometry and refined isotropic with U iso (H) = 1.2 U eq (C,N) using a riding model.
Computing details
Data collection: APEX2 (Bruker, 2004) ; cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) .
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Figure 1
The molecular structure of the title compound with labeling and isplacement ellipsoids drawn at the 30% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and Rfactors based on ALL data will be even larger.
2-Chloro-N-methyl-N-[2-(methylamino)phenyl]acetamide

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq C1 1.0326 (2) 0.5640 ( 
